FILE ' MEDLINE , EMBASE, US PAT FULL, BIOSIS, CAPLUS 1 ENTERED AT 15:20:12 ON 
24 JAN 2005 



LI 1510 S (BMP RECEPTOR) 

L2 4 S LI AND PY<1994 

L3 3 S (CFK1-23A) 

L4 81 S LI AND (WOZNEY OR CELESTE OR THIES OR YAMAJI) 

L5 85 S L2 OR L3 OR L4 

L6 82 DUP REM L5 (3 DUPLICATES REMOVED) 



Title: US-10-600-645-1 
Perfect score: 1813 

Sequence: 1 CTAGTGGATCCCCCGGGCTG TTCAGGACTCTGCAGAATGC 1813 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4526729 seqs, 23644849745 residues 

Total number of hits satisfying chosen parameters: 9053458 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 1Q0% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 


gb_ba : * 


2 


gb_htg : * 


3 


gb_in : * 


4 


gb_om : * 


5 


gb_ov : * 


6 


gb_pat : * 


7 


gb _jph : * 


8 


gb_pl : * 


9 


gb_pr : * 


10: gb_ro:* 


11: gb_StS:* 


12: gb_sy:* 


13: gb__un:* 


14 : gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 
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Title: 

Perfect score: 
Sequence : 



US-10-600-645-1 
1813 

1 CTAGTGGATCCCCCGGGCTG 



TTCAGGACTCTGCAGAATGC 1813 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4134886 seqs, 2624710521 residues 

Total number of hits satisfying chosen parameters: 8269772 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : gene seqn2 0 0 3bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Score 
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Title: 

Perfect score: 
Sequence : 



US-10-600-645-1 
1813 

1 CTAGTGGATCCCCCGGGCTG 



TTCAGGACTCTGCAGAATGC 1813 



Scoring table: IDENTITYJtfUC 

Gapop 10.0 , Gapext 1.0 

Searched: 824507 seqs, 355394441 residues 

Total number of hits satisfying chosen parameters: 1649014 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA : * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq : * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq : * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ ina/6B_C0MB . seq : * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq : * 

Pred. No. is the number of results predicted by. chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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C 0 m lorifp 
OCLJU.CI1L C 




A T^T^ T T 
nppi X 


7 7 


ft uo 


7 7 
Z Z . 


■7 


1 £ A 7 

ibfl / 


■7 
j 


TTC - H P _ 1 07-Q7A&-7 

uo uo iz j "-yjftM." - / 


Com 1 on r* 0 


7 


Appl 1 


1 P 

3 O 


A O ^ 
ft UD 


7 7 
Z Z , 


•7 


1 £A7 
X O ft / 


/I 
ft 


TTC ~r»Q-P7A-£7P-7 
UO U 27 — O / ft "OZO / 


Com i on ^ 0 


7 


Anr\ T t 
rtppi X 




ft u 0 


7 7 
z z . 


•7 


X D ft / 


c 

z> 


ppt-ttcqa -1 nnnn -7 

±rV»» J. UO-/ft XUUOU / 


Com lPnrp 


7 


Ann 1 "i 


40 


403 .4 


22 . 


.3 


2333 


3 


US-09-382-256-7 


Sequence 
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41 
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.3 


2333 


3 


US-09-395-115-7 


Sequence 


7, 


Appli 


42 


403 .4 


22 . 


.3 


2333 


3 


US-08-436-265-7 


Sequence 


7, 


Appli 


43 


403 .4 


22 . 


.3 


2333 


3 


US-09-679-187-7 


Sequence 


7, 


Appli 


44 


403 .4 


22 , 


.3 


2333 


4 


US-09-267-963D-7 


Sequence 


7, 
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45 
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22 . 


.2 
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3 


US-09-382-256-15 


Sequence 


15, 


Appl 



Title: US -10 -600 -645-1 

Perfect score: 1813 

Sequence : 1 CTAGTGGATCCCCCGGGCTG TTCAGGACTCTGCAGAATGC 1813 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters: 65645750 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 



1 


gb_estl : 


* 


2 


gb_est2 : 


★ 


3 


gbjitc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


★ 


6 


gb_est5 : 


* 


7 


gb_est6 : 


★ 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match Length DB 


ID 


Description 


1 


1389.6 


76. 


6 


1521 


9 


AY411158 


AY411158 


Mus. muscu 


2 


1274.6 


70. 


3 


1532 


9 
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3 
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55. 


3 
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4 
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40. 


6 
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